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Abstract

Mitochondria are cell organelles with prokaryotic origin that established
endosymbiosis with ancient eukaryotic cells during evolution. Mitochon-
dria produce energy during the catabolic degradation of carbohydrates, fats,
proteins and nucleic acids. Additionally, molecules of the mitochondrial
metabolism take part as precursors in the construction of the anabolic pro-
cedures [1].

Molecules involved in the citric acid cycle can transform into each other
depending on the current metabolic status of mitochondria. Regulation of
citric acid cycle depends on the concentration of intermediary molecules and
the changes in redox potential. As a result of these reactions so-called reduc-
ing equivalents are produced, which can transport electrons to the electron
transport chain, where the electrons’ energy plays an important role in the
synthesis of ATP which can later be used as an energy source in other cell
functions.

In the Neurobiochemistry working group (Institute of Medical Biochem-
istry, Semmelweis University), we have taken enzyme kinetic measurements of
several mitochondrial enzymes, and we have determined and analyzed inter-
actions between enzymes and substrates. We have measured reactive oxygen
species productions and the mitochondrial O2 consumptions with different
respiratory substrates [2, 3, 4, 5]. The need naturally arises for further analy-
sis of the process. Therefore, a suitable quantitative (mathematical) model is
constructed which describes the temporal changes in the quantities of citric
acid cycle’s molecules. The modeling goal in this research phase is to describe
qualitatively the increased/decreased operation of the catalyzing enzymes as
well as the modified operation of the intermediate molecules. In next phase
we would like to be able to predict whether mitochondria have the ability to
adapt to this new metabolic state by activating/inhibiting other metabolic
pathways or the metabolism will become pathological. In previous studies
similar models [6, 7, 8, 9, 10] were constructed, it falls under our goals to
promote further development compared to the known models, to combine
these to each other and to expand them in other aspects.
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Vmax Maximum reaction rate
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Chapter 1

Introduction

1.1 Mitochondrion
Mitochondria are organelles in cells with prokaryotic origin. These organelles
produced by endosymbiosis with eukaryotic cells during evolution [11]. Mi-
tochondria are very important, because they take part in the bioenergetic
functions of the cells, control metabolic pathways, participate in heat pro-
duction, in upholding the equilibrium of reactive oxygen species, in Ca2+
metabolism, and in the control of apoptotic procedures of the cells [12].

1.1.1 The structures of mitochondria

Mitochondria have two membranes, an inner and an outer membrane. The
outer membrane is between the extramitochondrial space (cytoplasm) and
intermembrane space, the inner membrane is between the intermembrane
space and mitochondrial matrix. The outer membrane is permeable for small
molecules (ca. 6 kDa). This transport takes place across the porins, which
are channels in the outer membrane. Because of the great permeability of
the outer membrane, the concentrations of the small molecules and ions are
similar in the citoplasm and intermembrane space. Permeability of the inner
membrane is smaller than of the outer membrane, because in this the location
controlled transport of molecules takes place. In addition the surface of the
inner membrane is bigger than the outer, because it has wrinkles (cristae).
In the matrix one can find the enzymes of the citric acid cycle, which provide
the energy production, the main function of mitochodria [13].
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Figure 1.1: Structures of Mitochondria [14]

1.1.2 Bioenergetics

Mitochondria are able to achieve aerobic oxidation of molecules, these or-
ganelles take great part of energy generation in the cell. For example in the
glucose metabolism, a glucose molecule is metabolized with oxygen. During
this process mitochondrion produces CO2, H2O and energy, which is stored
in ATP molecules [15]. This process has three parts. First is glycolysis,
which is localized in the citoplasm, during which glucose is metabolized to
two pyruvate molecules [16]. After that piruvates are oxidased and connect
to a transfer molecule (coezyme A). This connected molecule is able to be
used by citric acid cycle. Second part of metabolism of glucose (and a lot of
molecules, proteins, fats and nucleic acids) takes place in the matrix of the
mitochondrion with the help of a complex enzyme system, which is called
citric acid cycle. This enzyme system can receive the intermediates which
are produced by catabolic processes. During the reactions of citric acid cycle
intermediates are metabolized or/and can be transformed into each other and
energy, which in turn produces reduced equivalents (NADH, FADH2) [16].
Third part of the metabolism is terminal oxidation, which contains the oxi-
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dation of the reduced equivalents. When the reduced equivalents are oxidised
the protons are transported out from the matrix, and build the electrochem-
ical gradient. After that the protons transport back to the matrix through
the ATP-syntase and with the gained energy ATP molecules are produced.

Citric acid cycle

Every mitochondrion contains a complex enzyme system, which is able to
transform intermediates from the degradation of macromolecules (carbohy-
drates, proteins, fats, nucleic acids) into each other or able to catabolize
that in terminal oxidation, and produce energy (ATP) [17]. Some of these
reactions take part in production of reduced equivalents, which transport
electrons to the complexes of respiratory chain, where these molecules are
oxidized and energy is conserved in ATP molecules. Intermediates of the cit-
ric acid cycle are able to leave the cycle via transporters and able to become
precursors of anabolic procedures. The cycle contains reversible reactions
where the change in the Gibbs free energy is small, and irreversible reactions
where the change is large. During these procedures energy is conserved in
reduced equivalents, which can become oxidized in the terminal oxidation
and store energy in form of ATP for the functions of cell.

Figure 1.2: Citric acid cycle [18]
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Heat production

In the brown adipocytes the mitochondria take great part of heat regula-
tion of the body. With their uncoupling-proteins (UCP) mitochondria can
achieve heat production from proton electrochemical gradient instead of ATP
production via ATP-syntase [19].

1.1.3 Other functions of mitochondria

ROS homeostasis

The main source of reactive oxygen species (ROS) is the NADPH oxydase,
which is activated in phagocytes during the inflammation mechanism. ROS
which are produced by mitochondria take part in the regulation of the cell
[20], modulate immunology processes [21, 22], take part in apoptosis [23],
cell differentiation [24], autophagy [25], regulation of cellular [26, 27], and
tissue inflammation [28]. With these functions mitochondria is able to modify
cell regulation in ways which depend on the actual metabolic status of the
mitochondria and cell.

Ca2+ homeostasis

In the cell a lot of function is regulated via amount of intracellular Ca2+.
Mitochondria are able to get or release Ca2+, are able to buffer the amount
of Ca2+. Intramitochondrial Ca2+ can activate a lot of enzymes included the
rate limit enzymes in the citric acid cycle (pyruvate dehydrogenase, isocitrate
dehydrogenase, α-ketoglutarate dehydrogenase). Because of this mitochon-
dria are able to regulate the metabolism of the cell [29].

Apoptosis

Apoptosis is the programmed cell death, which is an important mechanism
in regulating bodily functions. During this process the body can eliminate
injured, infected or aged cells. Apoptosis is initialized by two different path-
ways. Extrinsic pathway is activated if the death receptors bind death ligands
to the surface of the cell. This interaction initiates the caspase (cysteine as-
partate protease) chain reaction, which leads to apoptosis. Mitochondria
take part of the intrinsic pathway of the apoptosis. BCL2 proteins are anti-
apoptotic factors, which are localized in the mitochondria. In case of lack of
BLC2 proteins, cytochrome c is relieved from mitochondria, which activates
the caspase system, and causes apoptosis [30, 31].
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1.2 Previous measurements and results
related to our work

In the Neurobiochemistry working group (Institute of Medical Biochemistry,
Semmelweis University), we have taken enzyme kinetic measurements of sev-
eral mitochondrial enzymes, and we have determined and analyzed interac-
tions between enzymes and substrates. We have measured reactive oxygen
species productions and the mitochondrial O2 consumptions with different
respiratory substrates [2, 3, 4, 5]. The need naturally arises for further analy-
sis of the process. Therefore, a suitable quantitative (mathematical) model is
constructed which describes the temporal changes in the quantities of citric
acid cycle’s molecules. The modeling goal in this research phase is to describe
qualitatively the increased/decreased operation of the catalyzing enzymes as
well as the modified operation of the intermediate molecules. In next phase
we would like to be able to predict whether mitochondria have the ability to
adapt to this new metabolic state by activating/inhibiting other metabolic
pathways or the metabolism will become pathological.

In previous studies similar models [6, 7, 8, 9, 10] were constructed, it falls
under our goals to promote further development compared to the known
models, to combine them with each other and to expand them in other as-
pects.

In the first article [6] measurements of mitochondria from striated and
cardiac muscle are used for the determination and validation of metabolic
and electrophysiologic parameters. This model uses rapidly evolving equilib-
rium state which is determined by kinetic and thermodynamical equilibrium.
The model contains many parameters that should be determined appropri-
ately. The parameter values cover a wide range and depend on the amount
of substrate concentration, measurements methods, and other physical and
physiological parameters. The model can predict the individual factors effects
(NADH, ATP, metabolic fluxes) in the regulation of citric acid cycle function
and projects the effect of pH and membrane potential changes during ATP
synthesis.

The second article [7] describes the simplified model of citric acid cycle,
electron transport chain and ATP synthesis and their relations to each other.
In this model the number of reaction equations is reduced significantly and
usually uses irreversible instead of reversible reactions. Due to this mathe-
matical analysis becomes easier. Describing the reactions model, the authors
use differential equations which can show changes in concentrations during
the simulated time. Additionally, this model takes in account the effect of
membrane potential during ATP synthesis.
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In the third article [8] examination of the process of the citric acid cycle,
electron transport chain and ATP synthesis is described. Reactions of the
citric acid cycle are described with eight differential equations. Reaction rates
are described with Michaelis Menten reaction kinetic equation. Dynamic
modeling of electron transport chain and ATP synthesis are described by
the difference of the pH between two sides of the membrane. After that
the model examines the ATP synthesis the function of O2 concentration and
intramitochondrial pH.

The fourth model [9] extends the earlier model [8]) with two transporter
systems, which are the malate-aspartate and citrate-pyruvate shuttles. These
transporter systems transport the NADH molecules between the intermem-
brane space and mitochondrial matrix which regenerates the cytoplasmic
NAD+ pool. Additionally, because of the changing mechanism these shuttle
systems can keep the equilibrium of the different number of carbon chains
in the mitochondrial matrix. This model presents the set of the equilibrium
states of intermediates and visualizes the changes in time of intermediates in
phase-plots.

In the fifth article [10] the author extends her previous model with pro-
duction and elimination of reactive oxygen species, and their association with
citric-acid cycle and electron transport chain. After that inhibitors and their
effects of the metabolites are examined.

1.3 Further goals
The most important goal of the modeling is to describe the functions of mito-
chondria in healthy and pathologic states with a dynamic system. We would
like to test this model under different pathological conditions and compare
our results with the physiological measurements. If the model is accepted, it
could be used in simulations of modified metabolic status in various enzyme
defects by modifying the parameters of examined enzymes. With this model
we plan to predict the altered metabolic state of the pathologic status, and
to get a forecast about the mitochondrion, which could either adapt to the
modified metabolic status or lead to pathological functions, and death of the
mitochondrion.



Chapter 2

Kinetic modeling

2.1 Enzymes of the citric cycle
Enzymes are macromolecules which catalyze biochemical reactions via reduc-
ing the necessary activation energy. They increase the probability of reac-
tions, but the energy change in the reaction is not affected. At the end of the
reaction, we will get back the enzymes unchanged. Certain enzyme functions
can be greatly influenced by various environmental effects (temperature, pH,
ion concentration).

Enzymes are typically proteins, but there are RNA enzymes (ribozyme)
as well. Proteins can be simple types of enzymes, which contain only parts
of proteins (subunits) or complex if they contain non-protein components. If
these components are covalently bound to the enzyme, we are talking about
prosthetic groups, while if only loosely bound molecules are concerned, we
are talking about coenzymes.

Other grouping options are based on the reaction-type, which is catalyzed
by the enzyme. Classification of enzymes (EC number) in the register marks
the type of the reaction. Thus we can discriminate between oxidoreduc-
tases (1, eg: malate dehydrogenase (1.1.1.37)), transferases (2, eg: aspar-
tate transaminase (2.6.1.1)), hydrolases (3), lyases (4, eg: citrate synthase
(4.1.3.7)), isomerases (5) , ligases (6, eg: succinyl-CoA ligase (6.2.1.4)) [32].

During a reaction an enzyme (E) produces a product (P) from one (or
more) of the starting molecules (substrate, S). The order of a reaction means
a number that shows on how many substrate concentrations the reaction rate
depends. In certain cases all the concentration of the substrates can influence
the reaction. The general description of a reaction, if we have n substrates:

S1 + S2 + ...+ Sn + E → P1 + P2 + ...+ Pm + E
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2.2 Michaelis Menten kinetics
In the simplest case one substrate turns into one product and at the end
of the reaction, the enzyme is returned unchanged. The reaction can be
regarded as two reaction steps. In the first step, which is a reversible process,
the enzyme binds to the substrate and forms an enzyme-substrate complex
(ES). After that ES dissociates to S, E is thus again generated. The other
case is when this happens in catalysis, the substrate becomes product. In
the model it is assumed that during the first step instantaneously happens in
the complex and the concentration is kept constant for a long time (steady
state). Concentration is difficult to measure, it is determined by the other
parameters. Furthermore, it is assumed that the decrease of the substrate is
negligible, and that the resulting product is not converted back [33, 34].

S + E 
 ES → P + E

Then we examine the three elementary reactions and the associated rate
constants:

S + E → ES k1
ES → P + E k2
ES → S + E k3

[ES] volume is considered constant (steady state), so the change is 0.
This is true, because the change in the amount of ES complex is negligible
compared to the loss of substrate and product formation. This constant value
of the rate constant (k1, k2, k3) and [E] and [S] values define, what can be
calculated as follows:

d

dt
[ES] = k1[S][E]− k2[ES]− k3[ES] = 0 (2.1)

After that rearranging the equation (2.2), we know that the enzyme is
present in free form or in substrate binds, and this is the total amount of
enzyme ([Et]), (2.3):

k1[S][E] = k2[ES] + k3[ES] (2.2)

[E] = [Et]− [ES] (2.3)
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[E] place in equation 2.2 is written to equation 2.3, we can express [ES]
as follows:

[ES] =
k1[S][Et]

k1[S] + k2 + k3
=

[S][Et]

[S] + k2+k3
k1

(2.4)

After that we will introduce the Michaelis Menten constant (KM [35]).
This value represents the substrate concentration at which the enzyme reac-
tion rate is the half of the maximum rate. (We will show this straightway.)
Then substituting KM to equation 2.4:

KM =
k2 + k3
k1

(2.5)

[ES] =
[S][Et]

[S] +KM

(2.6)

[ES] value is determined (2.6). The product formation rate (V) only
depends on [ES] value and k2 reaction rate (2.7). We know that is maximal,
for all the enzyme binds to the substrate (2.8):

V = k2[ES] =
k2[S][Et]

[S] +KM

(2.7)

[ES] = [Et]⇒ Vmax = k2[Et] (2.8)

After that we substitute equation 2.8 to equation 2.7:

V =
Vmax[S]

[S] +KM

(2.9)

We obtained reaction rate of the given substrate concentration (2.9). If
we substitute the Michaelis Menten constant (KM) to the equation 2.9, we
can see this concentration is really the half of the maximum reaction rate:

[S] = KM ⇒ V =
Vmax[S]

[S] +KM

=
VmaxKM

KM +KM

=
Vmax
2

(2.10)
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2.3 Modeling the reactions

2.3.1 Single component reactions

Reaction rate of single component reactions depends on substrate concen-
tration, enzyme affinity to the substrate and maximum reaction rate of the
enzyme. This connection is described with the Michaelis Menten equation,
which was presented in the previous section. Vmax(E) is a parameter which
depends on the enzyme, [S] is the concentration of the substrate, KM(S,E)
is the Michaelis Menten constant which depends on enzyme and substrate.
VS→P is the reaction rate of the elemental reaction.

VS→P = Vmax(E)[S]
[S]+KM (S,E)

2.3.2 Description of reversible reactions

We can model a reversible reaction as two elementary reaction steps which
occur in different directions.

VS1→S2 =
Vmax(E)[S1]

[S1]+KM (S1,E)

VS2→S1 =
Vmax(E)[S2]

[S2]+KM (S2,E)

VS1
S2 =
Vmax(E)[S1]

[S1]+KM (S1,E)
− Vmax(E)[S2]

[S2]+KM (S2,E)
=

= Vmax(E) · ( [S1]
[S1]+KM (S1,E)

− [S2]
[S2]+KM (S2,E)

)
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2.3.3 Multicomponent reactions

In multicomponent reactions reaction rates depend on all of the substrate
concentrations, and because of this reaction rates can be computed, if we
multiply the single reaction rates of the substrates.

S1 + S2 + ...+ Sn 
 P1 + P2 + ...+ Pn

VS1,S2,...Sn = Vmax(E) · ( [S1]
[S1]+KM (S1,E)

) · ( [S2]
[S2]+KM (S2,E)

) · ... · ( [Sn]
[Sn]+KM (Sn,E)

)

VP1,P2,...Pn = Vmax(E) · ( [P1]
[P1]+KM (P1,E)

) · ( [P2]
[P2]+KM (P2,E)

) · ... · ( [Pn]
[Pn]+KM (Pn,E)

)

VS
P = VS1,S2,...Sn − VP1,P2,...Pn =

= Vmax(E) · (( [S1]
[S1]+KM (S1,E)

) · ( [S2]
[S2]+KM (S2,E)

) · ... · ( [Sn]
[Sn]+KM (Sn,E)

)−

−( [P1]
[P1]+KM (P1,E)

) · ( [P2]
[P2]+KM (P2,E)

) · ... · ( [Pn]
[Pn]+KM (Pn,E)

))

Stoichiometric matrix

In the multicomponent reactions we use a stoichiometric matrix (Sn×k), which
contains the stoichiometric coefficients in its columns for every reactions (n
pieces of reactions), and in its rows it contains the substrates (k pieces of
substrates). This matrix is multiplied by the reaction rate vector (Vn), which
is calculated with Michaelis Menten kinetics every reactions. Result of this
multiplication gives the changes of substance in time.

d
dt
X = Sn×k · Vn

The reversible reactions are described in the stoichiometric matrix with
two columns with negative values, because the two reactions have different
reaction rates. In the reversible reactions (where i and i+1 are indexes of the
two elemental reactions) the change of concentration of the initial substrate
can be described with this equation.
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Reaction rate vector

In our model reactions are modeled with extended Michaelis Menten kinetic
model, which means that the reaction rates depend on all of the initial sub-
strate concentrations. In this case Michaelis Menten kinetics can be used to
determine reaction rate vector (V). Vj is the rate of jth reaction, [Xk] is the
concentration of kth substrate, KMk,j

Michaelis Menten constant of kth sub-
strate of the jth enzyme and Vmax,j is the maximum rate of the jth enzyme.
If the kth substrate does not take a role of the jth reaction, then we use KMk,j

= 0.

V1 = Vmax,1 · ( [X1]
[X1]+KM1,1

· [X2]
[X2]+KM2,1

· ... · [Xk]
[Xk]+KMk,1

· ... · [Xn]
[Xn]+KMn,1

)

V2 = Vmax,2 · ( [X1]
[X1]+KM1,2

· [X2]
[X2]+KM2,2

· ... · [Xk]
[Xk]+KMk,2

· ... · [Xn]
[Xn]+KMn,2

)

...

Vj = Vmax,j · ( [X1]
[X1]+KM1,j

· [X2]
[X2]+KM2,j

· ... · [Xk]
[Xk]+KMk,j

· ... · [Xn]
[Xn]+KMn,j

)

...

Vn = Vmax,n · ( [X1]
[X1]+KM1,n

· [X2]
[X2]+KM2,n

· ... · [Xk]
[Xk]+KMk,n

· ... · [Xn]
[Xn]+KMn,n

)
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Elements of the model

Mitochondrial metabolism is not only different in the various species, but
in different organs also works differently. The amount and the activity of
each enzyme depends on the high concentration of substrates, which usually
increases the activity and usually the product is able to inhibit enzymes
(negative feedback). Therefore, when creating the model we tried to search
for the parameters of mitochondrial enzymes under similar conditions. If we
don’t find a parameter, we use "not found" in its place, but in the future
there will be more accurate measurement data available, it will be possible
to further calibrate the model.

3.1 Enzymes of the citric acid cycle, and their
major parameters

In this work we modeled the reactions of citric acid cycle, electron transport
chain, malate-aspartate and citrate-pyruvate shuttles. The following list con-
tains the reactions and their catalyzing enzymes/transporters involved in our
model (Number of reaction, name of enzyme, abbreviation in the model, En-
zyme Commission (EC) number of enzyme).

R1: Citrate synthase (CS, 4.1.3.7)

Catalysed reaction:
Acetyl-CoA (AcCoA) + oxaloacetate (OA)→ citrate (Cit)
Parameters [36]:
Vmax = 1.88 µmol

min·mg ; KM,OA = 5.9 µM; KM,AcCoA = 5 µM;
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R2: Aconitase (ACON, 4.2.1.3)

Catalysed reaction:
Citrate 
 isocitrate (ICit)
Parameters [37]:
Vmax = 3.4 µmol

min·mg ; KM,Cit = 480 µM; KM,ICit = 120 µM;

R3: Isocitrate dehydrogenase (IDH, 1.1.1.41)

Catalysed reaction:
Isocitrate+NAD+ → α-ketoglutarate (αKG) + CO2 +NADH +H+

Parameters [38]:
Vmax = 21.7 µmol

min·mg ; KM,ICit = 2200 µM; KM,NAD+ = 73 µM;

R4: α-ketoglutarate dehydrogenase (αKGDH, 1.2.4.2)

Catalysed reaction:
α-ketoglutarate+ CoA+NAD+ → succinyl-CoA (SucCoA) + CO2 +
+NADH +H+

Parameters [39, 40]:
Vmax = 0.2 µmol

min·mg ; KM,αKG = 117 µM; KM,NAD+ = not found;
KM,CoA = not found;

R5: Succinyl-coenzyme A syntase (SCS, 6.2.1.4)

Catalysed reaction:
Succinyl-CoA+GDP +H2PO

3−
4 (P )→ succinate (Suc) + CoA+GTP

Parameters [41]:
Vmax = 22.1 µmol

min·mg ; KM,SucCoA = 86 µM; KM,GDP = 7 µM;
KM,P = 2260 µM;

R6: Succinate dehydrogenase (SDH, 1.3.5.1)

Catalysed reaction:
Succinate+ FAD → fumarate (Fum) + FADH2

Parameters [42]:
Vmax = 41 µmol

min·mg ; KM,Suc = 20 µM;
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R7: Fumarase (FH, 4.2.1.2)

Catalysed reaction:
Fumarate+H2O 
 malate (Mal)
Parameters [43]:
Vmax = 450 µmol

min·mg ; KM,Fum = 5 µM; KM,Mal = 25 µM;

R8: Malate dehydrogenase (MDH-m, 1.1.1.37), mitochondrial

Catalysed reaction:
Malate+NAD+ 
 oxaloacetate+NADH +H+

Parameters [44]:
Vmax = 110 µmol

min·mg ; KM,Mal = 300 µM; KM,OA = 34.8 µM;
KM,NAD+ = 140 µM; KM,NADH = 14.5 µM;

3.2 Coenzymes of citric cycle, and their
role in the metabolism

Coenzyme A

Coenzyme A (CoA) is a carrier molecule, which can carry functional groups
(eg. acetyl, succinyl, malonyl or proprionyl group) during metabolism.

Acetyl-CoA

Acetyl-coenzyme A is a molecule, that is formed from pyruvic acid or in the
oxidation of fatty acids. It delivers acetyl groups and with oxaloacetate turns
into citrate, which is the initial molecule in the citric acid cycle.

NAD+

The nicotinamide adenine dinucleotide is a participant of the mitochondrial
electron transport, this molecule can carry two electrons to the complex I in
the respiratory chain. After that the electrons are in the electron transport
chain, thus provide energy for the functioning of ATP synthase which is
responsible for the ADP → ATP transformation.

FAD

Flavin adenine dinucleotide is the prosthetic group of succinate dehydroge-
nase, which can carry two electrons to the electron transport chain. Energy
of this electrons goes into ATP synthesis.
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3.3 Enzymes of electron transport chain,
and their major parameters

In citric acid cycle operation during a certain reaction NAD+ and FAD
molecules are reduced. After that in the electron transport chain NADH on
the complex I, FADH2 on the complex II are able to oxidize. The reactions
occurring during the complex-I 4 H+ are flowing out of the space between the
two membranes of mitochondrion, thereby creating an electrochemical gradi-
ent between the two sides of the membrane. During the complex-II reaction
H+ is not pumped between two mitochondrial membranes. During the oxi-
dation electrons of H-s move from complex I and II to the complex III, which
pumps further 4 H+ from the matrix to the intermembrane space. After that
the electrons to pass through to complex IV, which deliveres further 2 H+

out from the matrix of mitochondrion. H+ can return to the matrix through
ATP synthase, this process moves in the electrochemical gradient’s direction,
during this reaction the energy is conservated by ADP → ATP transforma-
tion. The returned H+, electrons which traveled along the transport chain
and O2 are combined to water.

R9: NADH:ubiquionon oxidoreductase Complex-I (C1, 1.6.5.11)

Catalysed reaction:
NADH +H+ + ubiquinon (UQ)→ NAD+ + ubiquinol (UQH2)
Parameters [45]:
Vmax = not found; KM,NADH = 12 µM; KM,UQ = not found;

R10: Succinate dehyrogenase, Complex-II (C2, 1.3.5.1)

Catalysed reaction:
FADH2 + ubiquinon→ FAD + ubiquinol
Parameters [42]:
Vmax = 41 µmol

min·mg ; KM,FADH2 = not found; KM,UQ = 0.5 µM;

R11: Quinol:cytochrome-c reductase, Complex-III (C3, 1.10.2.2)

Catalysed reaction:
Ubiquinol+2 cytochrome c (ox) (Cytc)→ ubiquinon+2 cytochrome c (red)
Parameters [46, 47]:
Vmax = 65 µmol

min·mg ; KM,UQH2 = 1 µM; KM,Cytc(ox) = 9 µM;
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R12: Cytochrome oxidase, Complex-IV (C4, 1.9.3.1)

Catalysed reaction:
4 cytochrome c (red) +O2 → 4 cytochrome c (ox) + 2 H2O
Parameters [48, 49, 50]:
Vmax = 0.51 µmol

min·mg ; KM,Cytc(red) = 37 µM; KM,O2 = 1 µM;

3.4 Transporters of mitochondrion
Inner membrane of mitochondrion is impermeable to most molecules. Be-
cause of this the different substances are able to move across the inner mem-
brane only via transporters, between the intermembrane space and matrix.
These transporters are uniporters (transports one substance), simporters
(transports more substances in the same direction) or antiporters (trans-
ports more substances in different directions). SLC transporter family con-
tains many transporters which take part of transportation of the substrates
of citric acid cycle [51].

In the model functions of transporter are described with Michaelis Menten
kinetics similar to the enzymes. The model contains one uniporter (pyruvate
transporter, PT), which can transport pyruvate in the direction of the con-
centration gradient, and four antiporters (citrate transporter (CTP), dicar-
boxylate carrier (DIC), α-ketoglutarate transporter (αKGT), aspartate glu-
tamate carrier (AGC)), which transport two molecules to different directions
with 1:1 stoichiometry. Because of this if a substance transports across the
membrane an other substance moves back. During the transports ions which
have been changed between the two sides of the inner membrane have similar
charge, because of this the difference of the concentrations between the two
sides of the membrane causes a driving force. In this model substrate concen-
trations change in the matrix because of enzymes and transports. Transport
of a substrate is calculated from the difference of inward and outward fluxes.
In parallel the other substance which participates in the transport moves
to a different direction. Enzymes and transporters take part in functional
units, which are called shuttles. In this model we use malate-aspartate and
citrate-pyruvate shuttles.
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3.5 Malate-aspartate shuttle
This shuttle’s function is the NADH transport from the cytoplasm to the
matrix and to regenerate cytoplasmic NAD+ pool. This process uses four
enzymes and two transporters: malate dehydrogenase (mitochondrial (MDH-
m) and cytoplasmic (MDH-c) isozyme), aspartate aminotransferase/glutamate
oxaloacetate transaminase (ASAT/GOT, mitochondrial (ASAT-m) and cy-
toplasmic (ASAT-c) isozyme), α-ketoglutarate transporter (αKGT) and as-
partate glutamate carrier (AGC).

3.5.1 Reactions of the shuttle

1. Oxaloacetate + NADH + H+ → malate + NAD+ (cytoplasm, MDH-c)

2. Cytoplasmic malate and mitochondrial αKG exchange (αKGT)

3. Malate + NAD+ → oxaloacetate + NADH + H+ (matrix, MDH-m)

4. Oxaloacetate + glutamate → aspartate + αKG (matrix, ASAT-m)

5. Mitochondrial aspartate and cytoplasmic glutamate exchange (AGC)

6. Aspartate + αKG → oxaloacetate + glutamate (cytoplasm, ASAT-c)

3.5.2 Enzymes of malate-aspartate shuttle

R13: Malate dehydrogenase (MDH-c, 1.1.1.37), cytoplasmic

Catalysed reaction:
Malate+NAD+ 
 oxaloacetate+NADH +H+

Parameters [48, 49, 50]:
Vmax = 110 µmol

min·mg ; KM,Mal = 300 µM; KM,OA = 8.3 µM;
KM,NAD+ = 140 µM; KM,NADH = 20.5 µM;

Malate dehydrogenase (MDH-m, 1.1.1.37), mitochondrial

Further information in section "Enzymes of citric acid cycle, and their major
parameters"



CHAPTER 3. ELEMENTS OF THE MODEL 25

R14: Aspartate aminotransferase (ASAT-m, 2.6.1.1),
mitochondrial

Catalysed reaction:
Oxaloacetate+ glutamate (Glu) 
 aspartate (Asp) + α-ketoglutarate
Parameters [52]:
Vmax = 22.37 µmol

min·mg ; KM,OA = not found; KM,αKG = 1750 µM;
KM,Asp = 750 µM; KM,Glu = not found;

R15: Aspartate aminotransferase (ASAT-c, 2.6.1.1),
cytoplasmic

Catalysed reaction:
Oxaloacetate+ glutamate
 aspartate+ α-ketoglutarate
Parameters [52]:
Vmax = 48.45 µmol

min·mg ; KM,OA = not found; KM,αKG = 1250 µM;
KM,Asp = 350 µM; KM,Glu = not found;

3.5.3 Transporters of malate-aspartate shuttle

R16: α-ketoglutarate transporter (αKGT)

Synonym: α-ketoglutarate/malate carrier
Gene (locus): SLC25A11 (17p13.3), SLC20A4
Substrates: α-ketoglutarate, malate
Transport: α-ketoglutarate 
 malate
Localisation: heart, striated muscle, liver, kidney, brain, pancreas
Parameters [53]:
Malate: Vmax = 10000 µmol

min·mg ; KM,in = 710 µM; KM,out = 1360 µM;
α-ketoglutarate: Vmax = 9500 µmol

min·mg ; KM,in = 170 µM; KM,out = 310 µM;

R17: Aspartate glutamate carrier 1 (AGC1)

Synonym: Aralar1
Gene (locus): SLC25A12 (2q24)
Substrates: aspartate, α-ketoglutarate
Transport: aspartate 
 α-ketoglutarate + H+

Localisation: brain, heart, striated muscle, pancreas, kidney, lung
Parameters [53, 54]:
Aspartate: Vmax = 49 µmol

min·mg ; KM,in = 216 µM; KM,out = 52 µM;
Glutamate: Vmax = 52 µmol

min·mg ; KM,in = 52 µM; KM,out = 216 µM;
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R18: Aspartate glutamate carrier 2 (AGC2)

Synonym: Citrin, CTLN2, Aralar2
Gene (locus): SLC25A13 (7q21.3)
Substrates: aspartate, α-ketoglutarate
Transport: aspartate 
 α-ketoglutarate + H+

Localisation: brain, heart, striated muscle, pancreas, kidney, liver
Parameters [53, 54]:
Aspartate: Vmax = 185 µmol

min·mg ; KM,in = 205 µM; KM,out = 50 µM;
Glutamate: Vmax = 172 µmol

min·mg ; KM,in = 50 µM; KM,out = 205 µM;
Disease association: Type II deficiency causes type II citrullinaemia (CTLN2)
[55], and neonatal intrahepatic cholestasis (NICCD) [56]
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3.6 Citrate-pyruvate shuttle
This shuttle function is responsible for the acetyl-CoA transport from the
mitochondrial matrix to the cytoplasm for fatty acid synthesis, because the
inner membrane is impermeable to acetyl-CoA. This process uses seven en-
zymes and three transporters: ATP citrate synthese (ACS), malate dehydro-
genase (MDH-m and MDH-c), malic enzyme (ME), pyruvate dehydrogenase
(PDH), pyruvate carboxylase (PC), citrate syntase (CS), citrate transporter
(CTP), dicarboxylate transporter (DIC) píruvate transporter (PT).

3.6.1 Reactions of the shuttle

1. Mitochondrial citrate and cytoplasmic malate exchange (CTP)

2. Mitochondrial malate and cytoplasmic HPO2−
4 exchange (CTP)

3. Malate + NAD+ → oxaloacetate + NADH + H+ (matrix, MDH-m)

4. Citrate + CoA-SH + ATP → oxaloacetate + acetyl-CoA + ADP +
HPO2−

4 (cytoplasm, ACS)

5. Oxaloacetate + NADH + H+ → malate + NAD+ (cytoplasm, MDH-c)

6. Malate + NADP+ → pyruvate + NADPH + H+ + CO2 (cytoplasm,
ME)

7. Cytoplasmic pyruvate to the matrix (PT)

8. Pyruvate + CoA-SH + NAD+ → acetyl-CoA + NADH + H+ + CO2

(matrix, PDH)

9. Pyruvate + ATP + CO2 → oxaloacetate + ADP + HPO2−
4 (matrix,

PC)

10. Oxaloacetate + acetyl-CoA → citrate (matrix, CS)
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3.6.2 Enzymes of citrate-pyruvate shuttle

R19: ATP citrate syntase (ACS, 2.3.3.8)

Catalysed reaction:
Citrate+ CoA+ ATP → oxaloacetate+ acetyl-CoA+ ADP +H2PO

−
4

Parameters [57, 58]:
Vmax = 13.6 µmol

min·mg ; KM,Cit = 110 µM; KM,ATP = 200 µM;
KM,CoA = 4.2 µM;

Malate dehydrogenase (MDH-m, 1.1.1.37), mitochondrial

Further information in section "Enzymes of citric acid cycle, and their major
parameters"

Malate dehydrogenase (MDH-c, 1.1.1.37), cytoplasmic

Further information in section "Malate-aspartate shuttle"

R20: Malic enzyme (ME, 1.1.1.40)

Catalysed reaction:
Malate+NADP+ → pyruvate (Pyr) +NADPH +H+ + CO2

Parameters [59]:
Vmax = 56.35 µmol

min·mg ; KM,Mal = 120 µM; KM,NADP+ = 9.2 µM;

R21: Pyruvate dehydrogenase (PDH, 1.2.4.1)

Catalysed reaction:
Pyruvate+ CoA+NAD+ → acetyl-CoA+NADH +H+ + CO2

Parameters [60]:
Vmax = 5.7 µmol

min·mg ; KM,Pyr = 0.2 µM; KM,NAD+ = 33 µM; KM,CoA = 4 µM;

R22: Pyruvate carboxylase (PC, 6.4.1.1)

Catalysed reaction:
Pyruvate+ ATP + CO2 → oxaloacetate+ ADP +H2PO

−
4

Parameters [61]:
Vmax = 20 µmol

min·mg ; KM,Pyr = 220 µM; KM,ATP = 220 µM;
KM,CO2 = 3200 µM;
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Citrate synthase (CS, 4.1.3.7)

Further information in section "Enzymes of citric acid cycle, and their major
parameters"

3.6.3 Transporters of citrate-pyruvate shuttle

R23: Citrate transzporter (CTP)

Synonym: CIC (citrate carrier), tricarboxylate carrier
Gene (locus): SLC25A1 (22q11.21), SLC20A3
Substrates: citrate, isocitrate, malate, phosphoenolpyruvate (PEP)
Transport: citrate + H+ 
 malate
Localisation: brain, lung, heart
Parameters [53]:
Citrate: Vmax = 10500 µmol

min·mg ; KM,in = 27 µM; KM,out = 32 µM;
Malate: Vmax = 11500 µmol

min·mg ; KM,in = 60 µM; KM,out = 250 µM;

R24: Dicarboxylate carrier (DIC)

Gene (locus): SLC25A10 (17q25.3)
Substrates: malate, phosphate, succinate, sulfate (SO2−

4 ), tiosulfate (S2O2−
3 )

Transport: H2PO−4 
 malate
Localisation: liver, kidney, heart, brain, lung, pancreas
Parameters [53]:
Malate: Vmax = 6000 µmol

min·mg ; KM,in = 920 µM; KM,out = 490 µM;
Phosphate: Vmax = 6000 µmol

min·mg ; KM,in = 930 µM; KM,out = 1410 µM;

R25: Pyruvate transporter (PT) - ?

Synonym: Pyruvate carrier
Substrates: pyruvate
Transport: pyruvate via concentration gardient
Parameters [53]:
Vmax = 114 µmol

min·mg ; KM,in = not found; KM,out = 240 µM;
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3.7 Other transporters
Glutamate carrier 1-2 (GC1-2)

Gene (locus): SLC25A22 (11p15.5), SLC25A18 (22q11.2)
Substrates: Glutamate
Transport: Glutamate + H+ to the matrix
Localisation: pancreas, brain, testis, kidney, heart, lung, liver (1), splen (1),
intestine (1)
Disease association: Type I deficiency causes neonatal epileptic encephalopa-
thy [62, 63, 64]

Uncoupling protein 1-5 (UCP1-5)

Synonym: Thermogenin (1), UCPH (2), Proton carrier (1-3), Brain mito-
chondrial carrier protein (BMCP1) (5)
Gene (locus): SLC25A7 (4q28-q31) (1), SLC25A8 (11q13) (2), SLC25A9
(11q13) (3), SLC25A27 (6p11.2-q12) (4), SLC25A14 (Xq24) (5)
Substrates: H+ (1-3)
Transport: H+ to the matrix (1-3)
Localisation: brown adipose tissue (1), lung (2, 3), kidney (2), splen (2),
heart (2), striated muscle (3), brain (4, 5), testis (5)
Disease association: obesity (1, 2), type II diabetes (2, 3), familial hyperin-
sulinism (2)



Chapter 4

Quantitative model of the
mitochondrial metabolism

4.1 Modeling goals
Our model simulates reactions of the citric acid cycle, electron transport
chain, malate-aspartate and citrate-pyruvate shuttle. The modeling goals
are the following:

1. To determine the concentrations of substrates that participate in the
reactions in physiological conditions.

2. To predict the new equilibrium status after we modified initial condi-
tions.

3. To model the changed dynamic of the system in case of specific diseases
by using pathological parameters of enzymes and/or pathological initial
conditions.

4.2 Structure of the model
Our model is an integrated structure, which is built from four different dy-
namic systems: citric acid cycle, electron transport chain, malate-aspartate
shuttle and citrate-pyruvate shuttle. These systems have common (interfac-
ing) molecules, which connect these modules to each other. For example
reduced equivalents (NADH, FADH2) are outputs of the citric acid cycle and
inputs of the electron transport chain. Inputs of the shuttles are intermediate
molecules of citric acid cycle. Malate, α-ketoglutarate and oxaloacetate take
part in the malate-aspartate shuttle, citrate, malate and oxaloacetate take
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part in the citrate-pyruvate shuttle. During the first step of the modeling we
construct the individual modules, after that we build the connections. If we
don’t find a parameter, we use "not found = nf" in its place.

Conversions in every module was described by Michaelis Menten kinetics.
Reversible reactions were described as two opposite elementary reactions. In
these reactions we used different KM values for different substrates. Changes
of intermediates were described by differential equations. Every module needs
input flux of some molecules, which keep up the steady state. When we
connect the modules these inputs come from the other modules.

4.2.1 Module I: Citric acid cycle

In this module citric acid cycle (CAC) contains 8 enzymes. These enzymes
catalyze 5 irreversible and 3 reversible reactions (Table 4.1). That gener-
ates 18 differential equations with 18 variables. This module needs 5 inputs
(acetyl-CoA, NAD+, FAD, GDP, H2PO−4 ) and it gives 4 outputs (NADH,
FADH2, GTP, CO2).

Stoichiometric matrix of the citric acid cycle

SCAC =



−1 0 0 0 0 0 0 0 0 0 0
1 0 0 0 −1 1 0 0 0 0 0
−1 0 0 0 0 0 0 0 0 1 −1
1 −1 1 0 0 0 0 0 0 0 0
0 1 −1 −1 0 0 0 0 0 0 0
0 0 0 1 −1 0 0 0 0 0 0
0 0 0 0 1 −1 0 0 0 0 0
0 0 0 0 0 1 −1 0 0 0 0
0 0 0 0 0 0 1 −1 1 0 0
0 0 0 0 0 0 0 1 −1 −1 1
0 0 0 −1 −1 0 0 0 0 −1 1
0 0 0 1 1 0 0 0 0 1 −1
0 0 0 0 0 0 1 0 0 0 0
0 0 0 0 0 0 −1 0 0 0 0
0 0 0 0 0 −1 0 0 0 0 0
0 0 0 0 0 1 0 0 0 0 0
0 0 0 0 0 −1 0 0 0 0 0
0 0 0 1 1 0 0 0 0 0 0


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Enzyme and reaction substrate Vmax KM

( µmol
min·mg ) (µM)

Citrate syntase (CS) acetyl-CoA 1.88 5
Acetyl-CoA + oxaloacetate → oxaloacetate 5.9

→ citrate + CoA-SH
Aconitase (ACON) citrate 3.4 480
Citrate 
 isocitrate isocitrate 120

Isocitrate dehydrogenase (IDH) isocitrate 21.7 2200
Isocitrate + NAD+ → NAD+ 73

→ α-ketoglutarate + NADH + H+ + CO2

α-ketoglutarate dehydrogenase (αKGDH) α-ketoglutarate 0.2 13
α-ketoglutarate + NAD+ + CoA-SH → NAD+ nf
→ succinyl-CoA + NADH + H+ + CO2

Succinyl-CoA syntase (SCS) succinyl-CoA 22.1 86
Succinyl-CoA + GDP + PO3−

4 → GDP 7
→ succinate + CoA-SH + GTP PO3−

4 2260
Succinate dehydrogenase (SDH) succinate 41 20

Succinate + FAD → fumarate + FADH2 FAD nf
Fumarase (FH) fumarate 450 5

Fumarate 
 malate malate 35
Malate dehydrogenase (MDH-m), malate 110 300

mitochondrial oxaloacetate 34.8
Malate + NAD+ 
 NAD+ 140


 oxaloacetate + NADH + H+ NADH 14.5

Table 4.1: Enzymes and reactions in the citric acid cycle

Reaction rate vector of the citric acid cycle

VCAC =



VCS · [OA]
[OA]+KM(OA,CS)

· [AcCoA]
[AcCoA]+KM(AcCoA,CS)

VACON · [Cit]
[Cit]+KM(Cit,ACON)

VACON · [ICit]
[ICit]+KM(ICit,ACON)

VIDH · [ICit]
[ICit]+KM(ICit,IDH)

· [NAD+]
[NAD+]+KM(NAD+,IDH)

VαKGDH · [αKG]
[αKG]+KM(αKG,αKGDH)

· [NAD+]
[NAD+]+KM(NAD+,αKGDH)

VSCS · [SucCoA]
[SucCoA]+KM(SucCoA,SCS)

· [GDP ]
[GDP ]+KM(GDP,SCS)

VSDH · [Suc]
[Suc]+KM(Suc,SDH)

· [FAD]
[FAD]+KM(FAD,SDH)

VFH · [Fum]
[Fum]+KM(Fum,FH)

VFH · [Suc]
[Suc]+KM(Suc,FH)

VMDH · [Mal]
[Mal]+KM(Mal,MDH)

· [NAD+]
[NAD+]+KM(NAD+,MDH)

VMDH · [OA]
[OA]+KM(OA,MDH)

· [NADH]
[NADH]+KM(NADH,MDH)


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Differential equations of the citric acid cycle

d

dt



[AcCoA]
[CoA]
[OA]
[Cit]
[ICit]
[αKG]

[SucCoA]
[Suc]
[Fum]
[Mal]

[NAD+]
[NADH]
[FAD]

[FADH2]
[GDP ]
[GTP ]
[P ]

[CO2]



= SCAC · VCAC

4.2.2 Module II: Electron transport chain

In this module electron transport chain (ETC) contains 4 enzymes. These
enzymes catalyze 4 irreversible reactions (Table 4.2). That generates 9 dif-
ferential equations with 9 variables. This module needs 3 inputs (NADH,
FADH2, O2) and it gives 2 outputs (NAD+, FAD).

Stoichiometric matrix of the electron transport chain

SETC =



1 0 0 0
−1 0 0 0
0 1 0 0
0 −1 0 0
−1 −1 1 0
1 1 −1 0
0 0 −2 4
0 0 2 −4
0 0 0 −1


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Enzyme and reaction substrate Vmax KM

( µmol
min·mg ) (µM)

NADH:ubiquionon oxidoreductase (C1) NADH nf 12
NADH + H+ + ubiquinon → ubiquinon nf
→ NAD+ + ubiquinol

Succinate dehyrogenase (C2) FADH2 41 nf
FADH2 + ubiquinon → ubiquinon 0.5
→ FAD + ubiquinol

Quinol:cytochrome-c reductase (C3) ubiquinol 65 1
Ubiquinol + 2 cytochrome c (ox) → cytochrome c (ox) 9
→ ubiquinon + 2 cytochrome c (red)

Cytochrome oxidase (C4) cytochrome c (red) 0.51 37
4 Cytochrome c (red) + O2 → O2 1
→ 4 cytochrome c (ox) + 2 H2O

Table 4.2: Enzymes and reactions in the electron transport chain

Reaction rate vector of the electron transport chain

VETC =


VC1 · [NADH]

[NADH]+KM(NADH,C1)
· [UQ]
[UQ]+KM(UQ,C1)

VC2 · [FADH2]
[FADH2]+KM(FADH2,C2)

· [UQ]
[UQ]+KM(UQ,C2)

VC3 · [UQH2]
[UQH2]+KM(UQH2,C3)

· ( [Cytc(ox)]
[Cytc(ox)]+KM(Cytc(ox),C3)

)2

VC4 · [O2]
[O2]+KM(O2,C4)

· ( [Cytc(red)]
[Cytc(red)]+KM(Cytc(red),C4)

)4


Differential equations of the electron transport chain

d

dt



[NAD+]
[NADH]
[FAD]

[FADH2]
[UQ]

[UQH2]
[Cytc(ox)]
[Cytc(red)]

[O2]


= SETC · VETC
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4.2.3 Module III: Malate-aspartate shuttle

In this module malate-aspartate shuttle (MAS) contains 4 enzymes and 2
transporters. Enzymes catalyze 4 reversible reactions (Table 4.3) and trans-
porters take place in 4 transports. That generates 14 differential equations
with 14 variables. This module needs 2 inputs (cytoplasmic NADH and
mitochondrial NAD+) and it gives 2 outputs (cytoplasmic NAD+ and mito-
chondrial NADH).

Enzyme and reaction substrate Vmax KM

( µmol
min·mg ) (µM)

Malate dehydrogenase (MDH-m), malate (mito) 110 300
mitochondrial oxaloacetate (mito) 34.8

Malate + NAD+ 
 NAD+ (mito) 140

 oxaloacetate + NADH + H+ NADH (mito) 14.5
Malate dehydrogenase (MDH-c), malate (cyto) 110 300

cytoplasmic oxaloacetate (cyto) 8.3
Malate + NAD+ 
 NAD+ (cyto) 140


 oxaloacetate + NADH + H+ NADH (cyto) 20.5
Aspartate transaminase (ASAT-m), oxaloacetate (mito) 22.37 nf

mitochondrial α-ketoglutarate (mito) 1750
Oxaloacetate + glutamate 
 aspartate (mito) 750

 aspartate + α-ketoglutarate glutamate (mito) nf

Aspartate transaminase (ASAT-c), oxaloacetate (cyto) 48.45 nf
cytoplasmic α-ketoglutarate (cyto) 1250

Oxaloacetate + glutamate 
 aspartate (cyto) 350

 aspartate + α-ketoglutarate glutamate (cyto) nf

α-ketoglutarate transporter (αKGT) malate (mito) 10000 710
α-ketoglutarate 
 malate (cyto) 1360


 malate α-ketoglutarate (mito) 9500 170
α-ketoglutarate (cyto) 310

Aspartate glutamate carrier (AGC) aspartate (mito) 25.2 2800
Aspartate 
 aspartate (cyto) 120

 glutamate glutamate (mito) 16.1 3000

glutamate (cyto) 250

Table 4.3: Enzymes and reactions in the malate-aspartate shuttle
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Stoichiometric matrix of the malate-aspartate shuttle

SMAS =



1 −1 0 0 −1 1 0 0 0 0 0 0
0 0 0 0 1 −1 0 0 −1 1 0 0
−1 1 0 0 0 0 0 0 1 −1 0 0
0 0 0 0 1 −1 0 0 0 0 −1 1
0 0 0 0 −1 1 0 0 0 0 1 −1
−1 1 0 0 0 0 0 0 0 0 0 0
1 −1 0 0 0 0 0 0 0 0 0 0
0 0 1 −1 0 0 −1 1 0 0 0 0
0 0 0 0 0 0 1 −1 1 −1 0 0
0 0 −1 1 0 0 0 0 −1 1 0 0
0 0 0 0 0 0 1 −1 0 0 1 −1
0 0 0 0 0 0 −1 1 0 0 −1 1
0 0 −1 1 0 0 0 0 0 0 0 0
0 0 1 −1 0 0 0 0 0 0 0 0


Reaction rate vector of the malate-aspartate shuttle

VMAS =



VMDH−m · [Malm]
[Malm]+KM(Mal,MDH−m)

· [NAD+
m]

[NAD+
m]+KM(NAD+,MDH−m)

VMDH−m · [OAm]
[OAm]+KM(OA,MDH−m)

· [NADHm]
[NADHm]+KM(NADH,MDH−m)

VMDH−c · [Malc]
[Malc]+KM(Mal,MDH−c)

· [NAD+
c ]

[NAD+
c ]+KM(NAD+,MDH−c)

VMDH−c · [OAc]
[OAc]+KM(OA,MDH−c)

· [NADHc]
[NADHc]+KM(NADH,MDH−c)

VASAT−m · [OAm]
[OAm]+KM(OA,ASAT−m)

· [Glum]
[Glum]+KM(Glu,ASAT−m)

VASAT−m · [Aspm]
[Aspm]+KM(Asp,ASAT−m)

· [αKGm]
[αKGm]+KM(αKG,ASAT−m)

VASAT−c · [OAc]
[OAc]+KM(OAc,ASAT−c)

· [Gluc]
[Gluc]+KM(Glu,ASAT−c)

VASAT−c · [Aspc]
[Aspc]+KM(Asp,ASAT−c)

· [αKGc]
[αKGc]+KM(αKG,ASAT−c)

VαKGT · [αKGm]
[αKGm]+KM(αKGm,αKGT )

· [Malc]
[Malc]+KM(Malc,αKGT )

VαKGT · [αKGc]
[αKGc]+KM(αKGc,αKGT )

· [Malm]
[Malm]+KM(Malm,αKGT )

VAGC · [Aspm]
[Aspm]+KM(Aspm,AGC)

· [Gluc]
[Gluc]+KM(Gluc,AGC)

VAGC · [Aspc]
[Aspc]+KM(Aspc,AGC)

· [Glum]
[Glum]+KM(Glum,AGC)


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Differential equations of the malate-aspartate shuttle

d

dt



[OAm]
[αKGm]
[Malm]
[Aspm]
[Glum]
[NAD+

m]
[NADHm]

[OAc]
[αKGc]
[Malc]
[Aspc]
[Gluc]

[NAD+
c ]

[NADHc]



= SMAS · VMAS

4.2.4 Module IV: Citrate-pyruvate shuttle

In this module citrate-pyruvate shuttle (CPS) contains 7 enzymes and 3
transporters. Enzymes catalyze 5 irreversible and 2 reversible reactions and
transporters take place in 6 transports (Table 4.4). That generates 24 differ-
ential equations with 24 variables. This module needs 4 inputs (cytoplasmic
ATP, coenzyme A, NADP+ and mitochondrial ATP) and it gives 5 outputs
(cytoplasmic NADPH, acetyl-CoA, ADP and CO2 and mitochondrial ADP).
Some of the molecules (NAD+, NADH on both side of membrane and mito-
chondrial CO2) can play a role in the module as input and output too. That
depends on the actual concentrations.
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Stoichiometric matrix of the citrate-pyruvate shuttle

SCPS =



−1 0 0 0 0 0 0 1 0 0 0 0 0 0 0
1 0 0 0 0 0 0 −1 0 0 0 0 0 0 0
−1 0 1 −1 0 0 0 0 1 0 0 0 0 0 0
1 0 0 0 0 0 0 0 0 −1 1 0 0 0 0
0 0 −1 1 0 0 0 0 0 1 −1 −1 1 0 0
0 0 0 0 0 0 0 −1 −1 0 0 0 0 1 −1
0 0 −1 1 0 0 0 −1 0 0 0 0 0 0 0
0 0 1 −1 0 0 0 1 0 0 0 0 0 0 0
0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
0 0 0 0 0 0 0 0 −1 0 0 0 0 0 0
0 0 0 0 0 0 0 0 1 0 0 1 −1 0 0
0 0 0 0 0 0 0 1 −1 0 0 0 0 0 0
0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
0 −1 0 0 0 0 0 0 0 0 0 0 0 0 0
0 1 0 0 1 −1 0 0 0 0 0 0 0 0 0
0 −1 0 0 0 0 0 0 0 1 −1 0 0 0 0
0 0 0 0 −1 1 −1 0 0 −1 1 1 −1 0 0
0 0 0 0 0 0 1 0 0 0 0 0 0 −1 1
0 0 0 0 −1 1 0 0 0 0 0 0 0 0 0
0 0 0 0 1 −1 0 0 0 0 0 0 0 0 0
0 0 0 0 0 0 −1 0 0 0 0 0 0 0 0
0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
0 −1 0 0 0 0 0 0 0 0 0 0 0 0 0
0 1 0 0 0 0 0 0 0 0 0 −1 1 0 0
0 0 0 0 0 0 1 0 0 0 0 0 0 0 0


Reaction rate vector of the citrate-pyruvate shuttle

VCPS =



VCS · [OAm]
[OAm]+KM(OA,CS)

· [AcCoAm]
[AcCoAm]+KM(AcCoA,CS)

VACS · [Citc]
[Citc]+KM(Cit,ACS)

· [ATPc]
[ATPc]+KM(ATP,ACS)

· [CoAc]
[CoAc]+KM(CoA,ACS)

VMDH−m · [Malm]
[Malm]+KM(Mal,MDH−m)

· [NAD+
m]

[NAD
+
m]+K

M(NAD+,MDH−m)

VMDH−m · [OAm]
[OAm]+KM(OA,MDH−m)

· [NADHm]
[NADHm]+KM(NADH,MDH−m)

VMDH−c · [Malc]
[Malc]+KM(Mal,MDH−c)

· [NAD+
c ]

[NAD
+
c ]+K

M(NAD+,MDH−c)

VMDH−c · [OAc]
[OAc]+KM(OA,MDH−c)

· [NADHc]
[NADHc]+KM(NADH,MDH−c)

VME · [Malc]
[Malc]+KM(Mal,ME)

· [NADP+
c ]

[NADP
+
c ]+K

M(NADP+,ME)

VPDH · [Pyrm]
[Pyrm]+KM(Pyr,PDH)

· [CoAm]
[CoAm]+KM(CoA,PDH)

· [NAD+
m]

[NAD
+
m]+K

M(NAD+,PDH)

VPC · [Pyrm]
[Pyrm]+KM(Pyr,PC)

·
[CO2,m]

[CO2,m]+KM(CO2,PC)
· [ATPm]

[ATPm]+KM(ATP,PC)

VCTP · [Citm]
[Citm]+KM(Citm,CTP )

· [Malc]
[Malc]+KM(Malc,CTP )

VCTP · [Citc]
[Citc]+KM(Citc,CTP )

· [Malm]
[Malm]+KM(Malm,CTP )

VDIC · [Malm]
[Malm]+KM(Malm,DIC)

· [Pc]
[Pc]+KM(Pc,DIC)

VDIC · [Malc]
[Malc]+KM(Malc,DIC)

· [Pm]
[Pm]+KM(Pm,DIC)

VPT · [Pyrc]
[Pyrc]+KM(Pyrc,PT )

VPT · [Pyrm]
[Pyrm]+KM(Pyrm,PT )


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Enzyme and reaction substrate Vmax KM

( µmol
min·mg ) (µM)

Citrate syntase (CS) acetyl-CoA (mito) 1.88 5
Acetyl-CoA + oxaloacetate → oxaloacetate (mito) 5.9

→ citrate + CoA-SH
ATP citrate syntase (ACS) citrate (cyto) 13.6 110

Citrate + CoA-SH + ATP → CoA (cyto) 4.2
→ acetyl-CoA + oxaloacetate + ADP + PO3−

4 ATP (cyto) 200
Malate dehydrogenase (MDH-m), malate (mito) 110 300

mitochondrial oxaloacetate (mito) 34.8
Malate + NAD+ 
 NAD+ (mito) 140


 oxaloacetate + NADH + H+ NADH (mito) 14.5
Malate dehydrogenase (MDH-c), malate (cyto) 110 300

cytoplasmic oxaloacetate (cyto) 8.3
Malate + NAD+ 
 NAD+ (cyto) 140


 oxaloacetate + NADH + H+ NADH (cyto) 20.5
Malic enzyme (ME) malate (cyto) 56.35 120

Malate + NADP+ → NADP+ (cyto) 9.2
→ pyruvate + NADPH + H+ + CO2

Pyruvate dehydrogenase (PDH) pyruvate (mito) 5.7 0.2
Pyruvate + CoA + NAD+ → CoA (mito) 4

→ acetyl-CoA + NADH + H+ + CO2 NAD+ (mito) 33
Pyruvate carboxylase (PC) pyruvate (mito) 20 220
Pyruvate + CO2 + ATP → CO2 (mito) 3200

→ oxaloacetate + ADP + PO3−
4 ATP (mito) 220

Citrate transporter (CTP) citrate (mito) 10500 27
citrate (cyto) 32

Citrate 
 malate malate (mito) 11500 60
malate (cyto) 250

Dicarboxylate carrier (DIC) malate (mito) 6000 920
malate (cyto) 490

Malate 
 PO3−
4 PO3−

4 (mito) 6000 930
PO3−

4 (cyto) 1410
Pyruvate transporter (PT) pyruvate (mito) 114 nf

pyruvate 
 pyruvate pyruvate (cyto) 240

Table 4.4: Enzymes and reactions in the citrate-pyruvate shuttle
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Differential equations of the citrate-pyruvate shuttle

d

dt



[AcCoAm]
[CoAm]
[OAm]
[Citm]
[Malm]
[Pyrm]

[NAD+
m]

[NADHm]
[ADPm]
[ATPm]
[Pm]

[CO2,m]
[OAc]
[Citc]
[Malc]
[Pyrc]

[NAD+
c ]

[NADHc]

[NADP+
c ]

[NADPHc]
[ADPc]
[ATPc]
[Pc]

[CO2,c]



= SCPS · VCPS

4.3 Integrated model
The integrated model contains 19 enzymes and 5 transporters. Enzymes
catalyze 13 irreversible and 6 reversible reactions and transporters take place
in 10 transports (Table 4.4). That generates 45 differential equations with 45
variables. Integrated model needs 5 inputs (cytoplasmic ATP, coenzyme A,
NADP+ and mitochondrial ATP, GDP) and it gives 5 outputs (cytoplasmic
ADP, acetyl-CoA, NADPH, CO2 and mitochondrial ADP, GTP).

Stoichiometric matrix of the integrated model

This matrix can be built in a straightforward way using the stoichiometric
matrices of the modules. Every row represents a substrate and every column
represents a reaction/transport. Due to this we use SINT = S45×35 matrix.

Reaction rate vector of the integrated model

This vector is the combination of the previous vectors. Every row represents
a reaction/transport rate. Due to this we use VINT = V35 vector.

Differential equations of the integrated model

Differential variables vector of the integrated model (XINT ) is the union of
the differential variables vector of the individual modules.

d

dt
XINT = SINT · VINT



Chapter 5

Model implementation and
simulation results

5.1 MATLAB platform
The mathematical model that was described before, was implemented in
MATLAB platform, because it contains a lot of possibilities to solve differ-
ential equations, it is easy to code and create user interface, and the results
can be plotted easily.

5.2 Solving differential equations
We have used the ode23s solver suitable for stiff problems. The solving
function creates a matrix, which contains simulated concentrations of mito-
chondrial substrates in each time point. Parameters of differential equations
(parameters of enzymes and transporters) were inserted into matrices, which
were determined before the simulations. Initial values of the state variables
(intramitochondrial) and constant (extramitochondrial) concentrations can
be provided by the user, depending on the simulated metabolic status. Rate
equations are determined for each component during simulations.

5.3 Representation
After calculating, the program creates a plot, that shows the concentrations
(relative or µM) depending on time (iterations or min), between the initial
and final time points. Each module has an individual plot, which represents
its function.
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5.4 Simulation results

5.4.1 Modules with numerical method

In this section we first test the model qualitatively (KM and Vmax values are
1). Parameters which were collected partially from the available literature
and also determined from laboratory measurements, are going to be built
later in the model, because for this process we need suitable mitochondrial
and cytoplasmic concentrations to test the result. The aim is only to obtain a
rough description of the dynamical behavior of the overall system. However
we used simplified equation, the results are meaningful. The results can
be seen in the subsections. Every module gets individual initial values and
suitable inputs and gives us outputs.

5.4.2 Citric acid cycle

Simulation of the first module is the simulation of the citric acid cycle. Initial
values are 0.5 (acetyl-CoA, oxaloacetate, NAD, FAD, GDP, H2PO−4 , CoA-
SH) or zero (other components). We supply the system in every cycle with
acetyl-CoA, NAD+, FAD, GDP, H2PO−4 (1:3:1:1:1 ratio). In the results we
can see, that the components of citric acid cycle reach steady state (Figure
5.1). Other components can be seen in (Figure 5.2). NAD+, FAD, GDP
and H2PO−4 (similar value as GDP) reach steady state, and other molecules
(NADH, FADH2, GTP and CO2) increase because these are the outputs of
this module.

5.4.3 Electron transport chain

Simulation of the second module is the simulation of the electron transport
chain. Initial values are 1 (ubiquinon, cytochrome c (ox), O2), zero (NAD+,
FAD, ubiquinol, cytochrome c (red)), 0.25 (FADH2) or 0.75 (NADH). We
supply the system in every cycle with NADH, FADH2 and O2 (3:1:2 ratio).
Results show us, that the components of electron transport chain reach steady
state and the 2 outputs of this module (NAD+, FAD) increase (Figure 5.3).
We can observe, that concentration sum of the participants of the chain (UQ
+ UQH2 and Cytc (ox) + Cytc (red)) are constant, because these molecules
change only their redox status. In this case plots of these molecules are
reciprocal. If we eliminate the outputs (NADH and FADH2) in every cycle,
sum of the reduced equivalents (NAD+ + NADH and FAD + FADH2), have
similar behavior (Figure 5.4).
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Figure 5.1: Concentrations of citric acid cycle molecules

Figure 5.2: Other components of citric acid cycle module
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Figure 5.3: Concentrations of ETC before elimination

Figure 5.4: Concentrations of ETC after elimination
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5.4.4 Malate-aspartate shuttle

Simulation of the third module is the simulation of the malate-aspartate
shuttle. Initial values in mitochondrion: oxaloacetate is 0.5, α-ketoglutarate,
malate and NAD+ are zero, glutamate and aspartate are 0.25, and NADH
is 0.75. Initial values in cytoplasm are 0.2 except NAD+ (0) and NADH
(0.5). We supply the system in every cycle with mitochondrial NAD+ and
cytosolic NADH (1:1 ratio) and we eliminate the outputs (mitochondrial
NADH and cytosolic NAD+, 1:1 ratio). Results show us, that the components
of malate-aspartate shuttle reach steady state both in mitochodrion (Figure
5.5) and cytoplasm (Figure 5.6). This simulation shows that the model can
produce NAD+/NADH equilibrium status between the two sides of the inner
membrane.

5.4.5 Citrate-pyruvate shuttle

Simulation of the fourth module is the simulation of the citrate-pyruvate
shuttle. Initial values in the matrix: acetyl-CoA, CoA-SH, oxaloaxetate,
pyruvate, ATP and PO3−

4 are 0.5, NADH is 0.75, and other components are
zero. Initial values in cytoplasm: CoA-SH, oxaloacetate, NADH, NADP,
ATP and PO3−

4 are 0.5, citrate and malate are 0.2, and other components
are zero. We supply the system in every cycle with cytoplasmic coenzyme
A, ATP, NADP+ and mitochondrial ATP. We eliminate cytoplasmic acetyl-
CoA, ADP, NADPH, CO2 and mitochondrial ADP (1:1 ratio). Molecules
which can take role as input and output too (NAD+, NADH on both sides
of membrane and mitochondrial CO2) are not changed. Results show us,
that this system cannot operate alone. The components don’t reach steady
state in the matrix (Figure 5.7) and in the cytoplasm (Figure 5.8), because
in every cycle the system loses 3 carbon atoms (two with acetyl-CoA, and
one with CO2). Some of the components have constant amounts. In the
mitochondrion NAD+-NADH and ADP-ATP (Figure 5.9), in the cytoplasm
NAD+-NADH, NADP+-NADPH and ADP-ATP (Figure 5.9) show reciprocal
behavior.
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Figure 5.5: Mitochondrial concentrations of MAS

Figure 5.6: Cytosolic concentrations of MAS
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Figure 5.7: Concentrations of citric acid cycle molecules

Figure 5.8: Concentrations of citric acid cycle molecules
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Figure 5.9: Concentrations of citric acid cycle molecules

Figure 5.10: Concentrations of citric acid cycle molecules
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5.5 Integrated model
In this subsection, we present simulation results of the integrated model.
Initial values in the matrix are same as in the previous simulations: acetyl-
CoA, CoA-SH, oxaloacetate, pyruvate, ATP and PO3−

4 are 0.5, aspartate,
glutamate and FADH2 are 0.25, NADH is 0.75, ubiquinon, cytochrome c
and O2 are 1, and other concentrations are zero. Initial values in cyto-
plasm: CoA-SH, oxaloacetate, NADH, NADP, ATP and PO3−

4 are 0.5, cit-
rate, α-ketoglutarate, malate, aspartete and glutamate are 0.2, and other
components are zero. We supply the system in every cycle with cytoplasmic
coenzyme A, ATP, NADP+ and mitochondrial ATP and GDP. We eliminate
cytoplasmic acetyl-CoA, ADP, NADPH, CO2 and mitochondrial ADP and
GTP (1:1 ratio). Molecules which can take role as input and output too
(NAD+, NADH in both side of membrane and mitochondrial CO2) are not
changed. The results show that the dynamical behavior of the integrated
model differs in several characteristics from the individual models.

The first comparison is between the components of the citric acid cycle.
Integrated model shows, that all of the molecules reach steady state, be-
cause it isn’t an isolated system. Most of the components have at least one
alternative pathway, which they can use, and due to this we can see quick
equilibration by these molecules (Figure 5.11).

Figure 5.11: Concentrations of citric acid cycle molecules

The second comparison is between the components of the electron trans-
port chain. This module connects to citric acid cycle via reduced equivalents.
NADH and FADH2 are outputs of citric acid cycle and inputs of the electron
transport chain. NAD+ and FAD are outputs of the electron transport chain
and inputs of citric acid cycle. We assume, that all of the NADH and FADH2
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Figure 5.12: Concentrations of ETC molecules

are oxidized via electron transport chain. Because of this we don’t use these
molecules as input and output in the integrated model. In this comparison
we can see, that the integrated model needs more time to reach steady state
in electron transport chain molecules, because of these system is relatively
separate from others (Figure 5.12).

The third comparison is between the mitochondrial components of the
malate-aspartate shuttle. This module connects to citric acid cycle via mito-
chondrial malate, oxaloacetate, NAD+ and NADH, because these molecules
take part of both process. Results show us, that the connection modifies the
function of malate-aspartate shuttle. NADH can be oxidized in the electron
transport chain and decreases its amount, due to this the malate + NAD+


 oxaloacetate + NADH reaction becomes faster in the right direction, and
because of this the amount of malate is lower than in the individual model. In
other case, if the intramitochondrial malate is low, the α-ketoglutarate trans-
porter functions rapidly. It carries more malate from the cytoplasm to the
mitochondrial matrix and carries α-ketoglutarate to reverse direction. Due
to this the intramitochondrial α-ketoglutarate decreases. In the integrated
model, aspartate and glutamate concentrations in the matrix show reciprocal
behavior because of the aspartate aminotransferase reaction (Figure 5.13).

In the comparison of the cytoplasmic concentration we recognize the to-
tally different concentrations. Amount of malate decreases, because of the
α-ketoglutarate transporter as we mentioned. Due to this malate + NAD+


 oxaloacetate + NADH reaction go to left direction, which results that the
concentration of oxaloacetate decreases. Because of this the system tries to
restore equilibrium state, produces oxaloacetate (and glutamate) from aspar-
tate and (transported) α-ketoglutarate. Due to this concentrations change:
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Figure 5.13: Concentrations of MAS molecules in the matrix

Figure 5.14: Concentrations of MAS molecules in the cytoplasm

α-ketoglutarate reaches steady state, glutamate increases, oxaloacetate and
aspartate decrease (Figure 5.14).

The fifth comparison is between the mitochondrial components of the
citrate-pyruvate shuttle. This module connects to citric acid cycle via mi-
tochondrial citrate, malate, oxaloacetate, acetyl-CoA, Coenzyme A, NAD+

and NADH. These molecules take part in both processes. Because of the con-
centration differences: intramitochondrial malate is lower in the integrated
model, because the malate dehydrogenase reaction takes part in each mod-
ules and it is a substrate three transporter. Due to this its amount decreases
quickly. Citrate concentration in the matrix is lower too, because it has an
other pathway to react via aconitase. Pyruvate concentration is higher than
in the individual module, because in the module concentration of malate
is higher, this leads to more oxaloacete, which eliminates more acetyl-CoA,
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Figure 5.15: Concentrations of CPS molecules in the matrix

Figure 5.16: Concentrations of CPS molecules in the cytoplasm

which is produced from pyruvate via pyruvate dehydrogenase (Figure 5.15).
The last comparison is about the cytoplasmic concentration of the citrate-

pyruvate shuttle’s molecules. Because of the different oxaloacetate concentra-
tions malate concentration is low as we mentioned in the fourth comparison.
In this module an other pathway can eliminate malate via malic enzyme.
Pyruvate concentration is the same as in the matrix, because of pyruvate
transporter, which transports pyruvate in the direction of concentration gra-
dient. Amount of citrate is lower than in the individual modul because the
intramitochondrial concentration of citrate is lower, because the aconitase
reaction, as it inhibits the transport (Figure 5.16).



Chapter 6

Conclusion

6.1 The model
During this work we set up dynamic model for describing the dynamics of key
quantities in mitochondrial metabolism. This mathematical model was writ-
ten in the form of 45 nonlinear ordinary differential equations using Michaelis
Menten kinetics. Reversible reactions were modeled as two opposite elemen-
tary reactions. This model is different from previous constructions in the
literature where models were typically simplified with reduction methods or
ratios of parameters ( v

vmax
, [S]
KM

). The greatest model which we have founded
in the literature used 29 differential equations to describe this system [6]. Pa-
rameters which were collected partially from the available literature and also
determined from laboratory measurements taken at the Institute of Medical
Biochemistry, Semmelweis University, Budapest. The model is implemented
in MATLAB platform.

6.2 Evaluation of the simulation results
Simulation shows that the obtained results are qualitatively acceptable for
our expectations. On the other hand in some cases huge inaccuracies were
experienced. We should take into collected parameters and consideration
the metabolic properties of these substances and later incorporate that into
the model, so we can get more accurate results. Additional effects of other
substrates which influence functions of enzymes and transporters should also
be built into the model.

Further work will be focused on improving the accuracy of the model by
involving more transporters which can make our system more physiological,
because the modeling of the connection between the mitochondrion and its
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environment is more precise. Some substances are usable as inhibitors for
enzymes and transporters (Ki) it would be practical to build in these effects
to the model. New metabolic pathways that are connected to citric acid
cycle or its anaplerotic reactions can help us to make our modeling and
reaction dynamic more accurate. We would like to measure parameter values
of mitochondrial enzymes at similar conditions (KM and Vmax), because in
the literature we did not find coherent data for that. Additionally we would
like to simulate modified function and equilibrium states of citric acid cycle
which is caused one or more mutant enzymes or transporters. This can be
modeled if we change the parameters of enzymes or transporters. With these
parameters we can study mitochondria which have enzyme or transporter
mutations. We can improve the accuracy of the model by applying efficient
parameter estimation techniques together with sensitivity and identifiability
analysis.



Bibliography

[1] L Nelson David, M Cox Michael, and L Nelson David. Lehninger Prin-
ciples of Biochemistry. WH Freeman, 2005.

[2] Laszlo Tretter and Vera Adam-Vizi. Generation of reactive oxygen
species in the reaction catalyzed by α-ketoglutarate dehydrogenase.
Journal of Neuroscience, 24(36):7771–7778, 2004.

[3] Vera Adam-Vizi and Laszlo Tretter. The role of mitochondrial dehydro-
genases in the generation of oxidative stress. Neurochemistry interna-
tional, 62(5):757–763, 2013.

[4] László Tretter, Gergő Horváth, A Hölgyesi, F Essek, and V Adam-
Vizi. Enhanced hydrogen peroxide generation accompanies the benefi-
cial bioenergetic effects of methylene blue in isolated brain mitochondria.
Free Radical Biology and Medicine, 77:317–330, 2014.

[5] Attila Ambrus, Natalia S Nemeria, Beata Torocsik, Laszlo Tretter, Mat-
tias Nilsson, Frank Jordan, and Vera Adam-Vizi. Formation of reactive
oxygen species by human and bacterial pyruvate and 2-oxoglutarate
dehydrogenase multienzyme complexes reconstituted from recombinant
components. Free Radical Biology and Medicine, 89:642–650, 2015.

[6] Fan Wu, Feng Yang, Kalyan C Vinnakota, and Daniel A Beard. Com-
puter modeling of mitochondrial tricarboxylic acid cycle, oxidative phos-
phorylation, metabolite transport, and electrophysiology. The Journal
of biological chemistry, 282:24525–24537, August 2007.

[7] Christine Nazaret, Margit Heiske, Kevin Thurley, and Jean-Pierre
Mazat. Mitochondrial energetic metabolism: a simplified model of tca
cycle with atp production. Journal of theoretical biology, 258:455–464,
June 2009.



BIBLIOGRAPHY 57

[8] Kalyani Korla and Chanchal K Mitra. Modelling the krebs cycle and ox-
idative phosphorylation. Journal of biomolecular structure & dynamics,
32:242–256, 2014.

[9] Kalyani Korla, Lakshmipathi Vadlakonda, and Chanchal K Mitra. Ki-
netic simulation of malate-aspartate and citrate-pyruvate shuttles in as-
sociation with krebs cycle. Journal of biomolecular structure & dynam-
ics, 33:2390–2403, 2015.

[10] Kalyani Korla. Reactive oxygen species and energy machinery: an inte-
grated dynamic model. Journal of biomolecular structure & dynamics,
34:1625–1640, August 2016.

[11] Mark van der Giezen. Mitochondria and the rise of eukaryotes. Bio-
science, 61(8):594–601, 2011.

[12] http://www.ivyroses.com/biology/organelles/function-of-
mitochondria.php.

[13] Geoffrey M Cooper and Robert E Hausman. The cell, volume 85. Sinauer
Associates Sunderland, 2000.

[14] http://www.slideshare.net/arbiabareed/mitochondria-50806563. 2016.

[15] A Berk, SL Zipursky, H Lodish, et al. Cellular energetics: Glycoloysis,
aerobic oxidation, and photosynthesis. WH Freeman, 2000.

[16] Jeremy M Berg, JL Tymoczko, and L Stryer. Glycolysis is an energy-
conversion pathway in many organisms. Biochemistry. 5th ed. New York:
WH Freeman, 2002.

[17] http://www.newworldencyclopedia.org/entry/citric_acid_cycle.

[18] https://upload.wikimedia.org/wikipedia/commons/9/97/tca_reactions.png.

[19] D Ricquier and F Bouillaud. Mitochondrial uncoupling proteins: from
mitochondria to the regulation of energy balance. The Journal of phys-
iology, 529 Pt 1:3–10, November 2000.

[20] Joe Dan Dunn, Luis Aj Alvarez, Xuezhi Zhang, and Thierry Soldati.
Reactive oxygen species and mitochondria: A nexus of cellular home-
ostasis. Redox biology, 6:472–485, December 2015.

[21] A Phillip West, Gerald S Shadel, and Sankar Ghosh. Mitochondria
in innate immune responses. Nature reviews. Immunology, 11:389–402,
June 2011.



BIBLIOGRAPHY 58

[22] Ariel C Bulua, Anna Simon, Ravikanth Maddipati, Martin Pelletier,
Heiyoung Park, Kye-Young Kim, Michael N Sack, Daniel L Kastner,
and Richard M Siegel. Mitochondrial reactive oxygen species promote
production of proinflammatory cytokines and are elevated in tnfr1-
associated periodic syndrome (traps). The Journal of experimental
medicine, 208:519–533, March 2011.

[23] Tom Bender and Jean-Claude Martinou. Where killers meet–
permeabilization of the outer mitochondrial membrane during apoptosis.
Cold Spring Harbor perspectives in biology, 5:a011106, January 2013.

[24] Maria Maryanovich and Atan Gross. A ros rheostat for cell fate regula-
tion. Trends in cell biology, 23:129–134, March 2013.

[25] Y Chen, M B Azad, and S B Gibson. Superoxide is the major reactive
oxygen species regulating autophagy. Cell death and differentiation,
16:1040–1052, July 2009.

[26] Prajwal Gurung, John R Lukens, and Thirumala-Devi Kanneganti.
Mitochondria: diversity in the regulation of the nlrp3 inflammasome.
Trends in molecular medicine, 21:193–201, March 2015.

[27] Evanna Mills and Luke A J O’Neill. Succinate: a metabolic signal in
inflammation. Trends in cell biology, 24:313–320, May 2014.

[28] Manish Mittal, Mohammad Rizwan Siddiqui, Khiem Tran, Sekhar P
Reddy, and Asrar B Malik. Reactive oxygen species in inflammation
and tissue injury. Antioxidants & redox signaling, 20:1126–1167, March
2014.

[29] Carlotta Giorgi, Chiara Agnoletto, Angela Bononi, Massimo Bonora,
Elena De Marchi, Saverio Marchi, Sonia Missiroli, Simone Patergnani,
Federica Poletti, Alessandro Rimessi, Jan M Suski, Mariusz R Wieck-
owski, and Paolo Pinton. Mitochondrial calcium homeostasis as poten-
tial target for mitochondrial medicine. Mitochondrion, 12:77–85, Jan-
uary 2012.

[30] Jérome Estaquier, François Vallette, Jean-Luc Vayssiere, and Bernard
Mignotte. The mitochondrial pathways of apoptosis. Advances in ex-
perimental medicine and biology, 942:157–183, 2012.

[31] B Mignotte and J L Vayssiere. Mitochondria and apoptosis. European
journal of biochemistry, 252:1–15, February 1998.



BIBLIOGRAPHY 59

[32] V Rodwell, D Bender, KM Botham, PJ Kennelly, and PA Weil. Harpers
Illustrated Biochemistry. McGraw-Hill Medical, 2015.

[33] Ádám, Dux, Faragó, Fésűs, Machovich, Mandl, and Sümegi. Orvosi
Biokémia. Medicina kiadó, 2006.

[34] Cornish-Bowden A. Fundamentals of Enzyme Kinetics. Portland Press
Ltd, 2004.

[35] P Elődi. Biokémia. Akadémia kiadó, 1980.

[36] Linda C Kurz, George R Drysdale, Marian C Riley, Claudia T Evans,
and Paul A Srere. Catalytic strategy of citrate synthase: effects of
amino acid changes in the acetyl-coa binding site on transition-state
analog inhibitor complexes. Biochemistry, 31(34):7908–7914, 1992.

[37] V Guarriero-Bobyleva, M A Volpi-Becchi, and A Masini. Parallel partial
purification of cytoplasmic and mitochondrial aconitate hydratases from
rat liver. European journal of biochemistry, 34:455–458, May 1973.

[38] Sambanthamurthy Soundar, Jung-Hoon Park, Tae-Lin Huh, and
Roberta F Colman. Evaluation by mutagenesis of the importance
of 3 arginines in alpha, beta, and gamma subunits of human nad-
dependent isocitrate dehydrogenase. The Journal of biological chemistry,
278:52146–52153, December 2003.

[39] Victoria I Bunik, Travis T Denton, Hui Xu, Charles M Thompson,
Arthur J L Cooper, and Gary E Gibson. Phosphonate analogues of
alpha-ketoglutarate inhibit the activity of the alpha-ketoglutarate dehy-
drogenase complex isolated from brain and in cultured cells. Biochem-
istry, 44:10552–10561, August 2005.

[40] S C Gupta and E E Dekker. Evidence for the identity and some compar-
ative properties of alpha-ketoglutarate and 2-keto-4-hydroxyglutarate
dehydrogenase activity. The Journal of biological chemistry, 255:1107–
1112, February 1980.

[41] James D Johnson, Wallace W Muhonen, and David O Lambeth. Char-
acterization of the atp-and gtp-specific succinyl-coa synthetases in pi-
geon the enzymes incorporate the same α-subunit. Journal of Biological
Chemistry, 273(42):27573–27579, 1998.



BIBLIOGRAPHY 60

[42] P R Tushurashvili, E V Gavrikova, A N Ledenev, and A D Vinogradov.
Studies on the succinate dehydrogenating system. isolation and proper-
ties of the mitochondrial succinate-ubiquinone reductase. Biochimica et
biophysica acta, 809:145–159, September 1985.

[43] J C Sacchettini, T Meininger, S Roderick, and L J Banaszak. Purifica-
tion, crystallization, and preliminary x-ray data for porcine fumarase.
The Journal of biological chemistry, 261:15183–15185, November 1986.

[44] P A Mueggler and R G Wolfe. Malate dehydrogenase. kinetic studies of
substrate activation of supernatant enzyme by l-malate. Biochemistry,
17:4615–4620, October 1978.

[45] A K Koli, C Yearby, W Scott, and K O Donaldson. Purification and
properties of three separate menadione reductases from hog liver. The
Journal of biological chemistry, 244:621–629, February 1969.

[46] M F Bouzidi, H Carrier, and C Godinot. Antimycin resistance and
ubiquinol cytochrome c reductase instability associated with a human
cytochrome b mutation. Biochimica et biophysica acta, 1317:199–209,
December 1996.

[47] L Yu and C A Yu. Quantitative resolution of succinate-cytochrome
c reductase into succinate-ubiquinone and ubiquinol-cytochrome c re-
ductases. The Journal of biological chemistry, 257:2016–2021, February
1982.

[48] M Brunori, G Antonini, F Malatesta, P Sarti, and M T Wilson. Struc-
ture and function of cytochrome oxidase: a second look. Advances in
inorganic biochemistry, 7:93–153, 1988.

[49] Kelechi N Iheagwara, Stephen R Thom, Clifford S Deutschman, and
Richard J Levy. Myocardial cytochrome oxidase activity is decreased
following carbon monoxide exposure. Biochimica et biophysica acta,
1772:1112–1116, September 2007.

[50] Soumen Bera and Manju Ray. The transcriptional cascade associated
with creatine kinase down-regulation and mitochondrial biogenesis in
mice sarcoma. Cellular & molecular biology letters, 14:481–496, 2009.

[51] Ferdinando Palmieri. The mitochondrial transporter family slc25:
identification, properties and physiopathology. Molecular aspects of
medicine, 34:465–484, 2013.



BIBLIOGRAPHY 61

[52] T I Rakhmanova and T N Popova. Regulation of 2-oxoglutarate
metabolism in rat liver by nadp-isocitrate dehydrogenase and aspar-
tate aminotransferase. Biochemistry. Biokhimiia, 71:211–217, February
2006.

[53] F. Palmieri. Mitochondrial carrier proteins. FEBS letters, 346:48–54,
March 1994.

[54] L Palmieri, B Pardo, FM Lasorsa, A Del Arco, K Kobayashi, M Iijima,
MJ Runswick, JE Walker, T Saheki, J Satrustegui, et al. Citrin and
aralar1 are ca 2+-stimulated aspartate/glutamate transporters in mito-
chondria. The EMBO journal, 20(18):5060–5069, 2001.

[55] K Kobayashi, D S Sinasac, M Iijima, A P Boright, L Begum, J R Lee,
T Yasuda, S Ikeda, R Hirano, H Terazono, M A Crackower, I Kondo,
L C Tsui, S W Scherer, and T Saheki. The gene mutated in adult-onset
type ii citrullinaemia encodes a putative mitochondrial carrier protein.
Nature genetics, 22:159–163, June 1999.

[56] Ferdinando Palmieri. The mitochondrial transporter family (slc25):
physiological and pathological implications. Pflugers Archiv : European
journal of physiology, 447:689–709, February 2004.

[57] T N Wells and B A Saxty. Redox control of catalysis in atp-citrate lysate
from rat liver. European journal of biochemistry, 204:249–255, February
1992.

[58] B Houston and H G Nimmo. Purification and some kinetic properties
of rat liver atp citrate lyase. The Biochemical journal, 224:437–443,
December 1984.

[59] M Zelewski and J Swierczyński. Malic enzyme in human liver. intra-
cellular distribution, purification and properties of cytosolic isozyme.
European journal of biochemistry, 201:339–345, October 1991.

[60] P S Gathercole, P G Thiel, and J H Hofmeyr. Inhibition of pyru-
vate dehydrogenase complex by moniliformin. The Biochemical journal,
233:719–723, February 1986.

[61] S Jitrapakdee, M E Walker, and J C Wallace. Functional expression, pu-
rification, and characterization of recombinant human pyruvate carboxy-
lase. Biochemical and biophysical research communications, 266:512–
517, December 1999.



BIBLIOGRAPHY 62

[62] Giuseppe Fiermonte, Luigi Palmieri, Simona Todisco, Gennaro Agrimi,
Ferdinando Palmieri, and John EWalker. Identification of the mitochon-
drial glutamate transporter. bacterial expression, reconstitution, func-
tional characterization, and tissue distribution of two human isoforms.
The Journal of biological chemistry, 277:19289–19294, May 2002.

[63] F Molinari, A Kaminska, G Fiermonte, N Boddaert, A Raas-Rothschild,
P Plouin, L Palmieri, F Brunelle, F Palmieri, O Dulac, A Munnich, and
L Colleaux. Mutations in the mitochondrial glutamate carrier slc25a22
in neonatal epileptic encephalopathy with suppression bursts. Clinical
genetics, 76:188–194, August 2009.

[64] Florence Molinari, Annick Raas-Rothschild, Marlene Rio, Giuseppe
Fiermonte, Ferechte Encha-Razavi, Luigi Palmieri, Ferdinando Palmieri,
Ziva Ben-Neriah, Noman Kadhom, Michel Vekemans, Tania Attie-
Bitach, Arnold Munnich, Pierre Rustin, and Laurence Colleaux. Im-
paired mitochondrial glutamate transport in autosomal recessive neona-
tal myoclonic epilepsy. American journal of human genetics, 76:334–339,
February 2005.


